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The Biotechnology Systems Branch of the Scientific and Technical Information 
Center (STIC) detected errors when processing the following computer readable 
fo rm: 



THE ATTACHED PRINTOUT EXPLAINS DETECTED ERRORS. 
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1) INCLUDING A COPY OF THIS PRIN TOUT IN YOUR NEXT COMMUNICATION TO THE 
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Applicants submitting genetic sequence information elect romtatk on diskette or CD-Rom should be aw are ih.u 1 1 1 * 
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United States Patent and Trademark Offic e, and inste ad should be sent via the following to th e indicated addresses 

1 EPS-Bio (<htt|):/AvwwMisp(o^ov/cl)c/cT\7(lo\vnlo;uls/(locniTKMHs.litin> , EPS Submission 

User Manual - cPAVE) 
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201 1 South Clark Place, Arlington, VA 22202 
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2_ 
3 



^Invalid Line Length 

^Misaligned Amino 
Numbering 

_Non-ASCII 
_ Variable Length 



6 Patentln 2.0 

"bug" 



7 - Skipped Sequences 

(OLD RULES) 



^Skipped Sequences 
(NEW RULES) 
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Artincial or Unknown sequences. mandatory <220>-<223> sections for 

I^TtIonS ^r each sk, PP ed sequence: 
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000 
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Invalid <2I3> 
Response 

- Uscof<220> 



_>atcntln 2.0 
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RAW SEQUENCE LISTING 

PATENT APPLICATION: US/10/800 , 024 



DATE: 03/22/2004 
TIME: 09:31:57 



1 

C— > 



7 
9 

10 
12 
14 
16 
17 
18 
19 
22 

W — > 23 
W--> 24 



Input Set : A:\SYR-HSD-5001-Cl.ST25.txt 
Output Set: N:\CRF4\03222004\J800024.raw 

<110> APPLICANT: Syrrx, Inc. 

<120> TITLE OF INVENTION: CRYSTALLIZATION OF 1 1-BETA-HYDROXYSTEROID DEHYDROGENASE TYPE 

<130> FILE REFERENCE: SYR-HSD-500 1-C1 

<140> CURRENT APPLICATION NUMBER: US/10/800 , 024 

<141> CURRENT FILING DATE: 2004-03-12 
<160> NUMBER OF SEQ ID NOS : 13 
<170> SOFTWARE: Patentln version 3.2 
<210> SEQ ID NO: 1 
<211> LENGTH: 292 
<212> TYPE: PRT 
<213> ORGANISM: Homo sapiens 
<220> FEATURE: 

<221> SAME /KEY ^/iVmino acid sequence for full-length human wild 



Yyont\ 



25 


<222> LOCATION: 


(i) 


\ (252) 




















27 


<4 00> SEQUENCE: 


1 
























29 


Met 


Ala 


Phe 


Met 


Lys 


Lys 


Tyr 


Leu 


Leu 


Pro 


He 


Leu 


Gly 


Leu 


Phe 


Met 


30 


1 








5 










10 










15 




33 


Ala 


Tyr 


Tyr 


Tyr 


Tyr 


Ser 


Ala 


Asn 


Glu 


Glu 


Phe 


Arg 


Pro 


Glu 


Met 


Leu 


34 








20 










25 










30 






37 


Gin 


Gly 


Lys 


Lys 


Val 


He 


Val 


Thr 


Gly 


Ala 


Ser 


Lys 


Gly 


He 


Gly 


Arg 


38 






35 










40 










45 








41 


Glu 


Met 


Ala 


Tyr 


His 


Leu 


Ala 


Lys 


Met 


Gly 


Ala 


His 


Val 


Val 


Val 


Thr 


42 




50 










55 










60 










45 


Ala 


Arg 


Ser 


Lys 


Glu 


Thr 


Leu 


Gin 


Lys 


Val 


Val 


Ser 


His 


Cys 


Leu 


Glu 


46 


65 










70 










75 










80 


49 


Leu 


Gly 


Ala 


Ala 


Ser 


Ala 


His 


Tyr 


He 


Ala 


Gly 


Thr 


Met 


Glu 


Asp 


Met 


50 








85 










90 










95 




53 


Thr 


Phe 


Ala 


Glu 


Gin 


Phe 


Val 


Ala 


Gin 


Ala 


Gly 


Lys 


Leu 


Met 


Gly 


Gly 


54 








100 










105 










110 






57 


Leu 


Asp 


Met 


Leu 


He 


Leu 


Asn 


His 


He 


Thr 


Asn 


Thr 


Ser 


Leu 


Asn 


Leu 


58 




115 










120 










125 








61 


Phe 


His 


Asp 


Asp 


He 


His 


His 


Val 


Arg 


Lys 


Ser 


Met 


Glu 


Val 


Asn 


Phe 


62 




130 










135 










140 










65 


Leu 


Ser 


Tyr 


Val 


Val 


Leu 


Thr 


Val 


Ala 


Ala 


Leu 


Pro 


Met 


Leu 


Lys 


Gin 


66 


145 










150 










155 










160 


69 


Ser 


Asn 


Gly 


Ser 


He 


Val 


Val 


Val 


Ser 


Ser 


Leu 


Ala 


Gly 


Lys 


Val 


Ala 


70 










165 










170 










175 




73 


Tyr 


Pro 


Met 


Val 


Ala 


Ala 


Tyr 


Ser 


Ala 


Ser 


Lys 


Phe 


Ala 


Leu 


Asp 


Gly 


74 






180 










185 










190 






77 


Phe 


Phe 


Ser 


Ser 


He 


Arg 


Lys 


Glu 


Tyr 


Ser 


Val 


Ser 


Arg 


Val 


Asn 


Val 


78 






195 










200 










205 








81 


Ser 


He 


Thr 


Leu 


Cys 


Val 


Leu 


Gly 


Leu 


He 


Asp 


Thr 


Glu 


Thr 


Ala 


Met 



Joes Not Comply 
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RAW SEQUENCE LISTING DATE: 03/22/2004 

PATENT APPLICATION: US/10/800,024 TIME: 09:31:57 

Input Set : A:\SYR-HSD-5001-Cl.ST25.txt 
Output Set: N:\CRF4\03222004\J800024.raw 



82 




210 








215 










220 










85 


Lys 


Ala Val 


Ser 


Gly 


He 


Val 


His 


Met 


Gin 


Ala 


Ala 


Pro 


Lys 


Glu 


Glu 


86 


225 








230 










235 










24 0 


89 


Cys 


Ala Leu 


Glu 


lie 


He 


Lys 


Gly 


Gly 


Ala 


Leu 


Arg 


Gin 


Glu 


Glu 


Val 


90 








245 










250 










255 




93 


Tyr 


Tyr Asp 


Ser 


Ser 


Leu 


Trp 


Thr 


Thr 


Leu 


Leu 


He 


Arg 


Asn 


Pro 


Cys 


94 






260 










265 










270 






97 


Arg 


Lys lie 


Leu 


Glu 


Phe 


Leu 


Tyr 


Ser 


Thr 


Ser 


Tyr 


Asn 


Met 


Asp 


Arg 


98 




275 










280 










285 









101 Phe He Asn Lys 

102 290 

105 <210> SEQ ID NO: 2 

106 <211> LENGTH: 807 

107 <212> TYPE: DNA . 

108 <213> ORGANISM: Homo sapiens -\to 
111 <220> FEATURE: J : ^ ■ ■ . ^nT^ 

W — > 112 <221> N&ME/KEXr^Human cDNA sequence encoding residues 24-292 o£^\*~/" Cx5?' 
Vf — > 113 Cll--bet a^hvdroxvsteroid dehydrogenase type 1 

114 <222> LOCATION: (1) . . (8071 1 

116 <400> SEQUENCE: 2 

117 aacgaggaat tcagaccaga gatgctccaa ggaaagaaag tgattgtcac aggggccagc 60 
119 aaagggatcg gaagagagat ggcttatcat ctggcgaaga tgggagccca tgtggtggtg 120 
121 acagcgaggt caaaagaaac tctacagaag gtggtatccc actgcetgga gcttggagca 180 
123 gcctcagcac actacattgc tggcaccatg gaagacatga ccttcgcaga gcaatttgtt 240 
125 gcccaagcag gaaagctcat gggaggacta gacatgctca ttctcaacca catcaccaac 300 
127 acttctttga atctttttca tgatgatatt caccatgtgc gcaaaagcat ggaagtcaac 360 
129 ttcctcagtt acgtggtcct gactgtagct gccttgccca tgctgaagca gagcaatgga 420 
131 agcattgttg tcgtctcctc tctggctggg aaagtggctt atccaatggt tgctgcctat 480 
133 tctgcaagca agtttgcttt ggatgggttc ttctcctcca tcagaaagga atattcagtg 540 
135 tccagggtca atgtatcaat cactctctgt gttcttggcc tcatagacac agaaacagcc 600 
137 atgaaggcag tttctgggat agtccatatg caagcagctc caaaggagga atgtgccctg 660 
139 gagatcatca aagggggagc tctgcgccaa gaagaagtgt attatgacag ctcactctgg 720 
141 accactcttc tgatcagaaa tccatgcagg aagatcctgg aatttctcta ctcaacgagc 780 
143 tataatatgg acagattcat aaacaag 807 

146 <210> SEQ ID NO: 3 

147 <211> LENGTH: 705 

148 <212> TYPE: DNA 

149 <213> ORGANISM: Homo sapiens 

152 <220> FEATURE l^—) — ™ ^ f/\0^^~ 

W--> 153 <221> NAME / KE Y^Human cDNA sequence encoding residues 24-258 o£^^y -? ~p 

W — > 154 ^ll-^ta- h Y H<rox y steroid dehydrogenase type 1 f — ^ cr<^^ - 

155 <222> LOCATION: (1)..{705) 

157 <400> SEQUENCE: 3 

158 aacgaggaat tcagaccaga gatgctccaa ggaaagaaag tgattgtcac aggggccagc 60 
160 aaagggatcg gaagagagat ggcttatcat ctggcgaaga tgggagccca tgtggtggtg 120 
162 acagcgaggt caaaagaaac tctacagaag gtggtatccc actgcetgga gcttggagca 



180 



164 gcctcagcac actacattgc tggcaccatg gaagacatga ccttcgcaga gcaatttgtt 240 
166 gcccaagcag gaaagctcat gggaggacta gacatgctca ttctcaacca catcaccaac 300 
168 acttctttga atctttttca tgatgatatt caccatgtgc gcaaaagcat ggaagtcaac 360 
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170 ttcctcagtt acgtggtcct gactgtagct gccttgccca tgetgaagea gagcaatgga 420 

172 agcattgttg tcgtctcctc tctggctggg aaagtggctt atccaatggt tgetgectat 480 

174 tetgeaagea agtttgcttt ggatgggttc ttctcctcca tcagaaagga atattcagtg 540 

176 tccagggtca atgtatcaat cactctctgt gttcttggcc tcatagacac agaaacagee 600 

178 atgaaggcag tttctgggat agtccatatg caagcagctc caaaggagga atgtgccctg 660 

180 gagatcatca aagggggagc tctgcgccaa gaagaagtgt attat 705 

183 <210> SEQ ID NO: 4 

184 <211> LENGTH: 732 

185 <212> TYPE: DNA 

186 <213> ORGANISM: Homo sapiens /iftVA^L* 

189 <220> FEATURE: i^- " ~ ^ — m U ^^/^ 

W — > 190 <221> NAMEL/iffiYj/^ximan cDNA sequence encoding residues 24-267 of^ J)" C~<?~ 
W — > 191 (l 1 -heta-hyrir-nxYstaroid dehydrogenase type 1 

192 <222> LOCATION: (1)..(732) 

194 <400> SEQUENCE: 4 

195 aacgaggaat tcagaccaga gatgetccaa ggaaagaaag tgattgtcac aggggecage 60 
197 aaagggatcg gaagagagat ggcttatcat ctggcgaaga tgggagecca tgtggtggtg 120 
199 acagegaggt caaaagaaac tctacagaag gtggtatccc actgcctgga gcttggagca 180 
201 gcctcagcac actacattgc tggcaccatg gaagacatga ccttcgcaga gcaatttgtt 240 
203 gcccaagcag gaaagctcat gggaggacta gaeatgetea ttctcaacca catcaccaac 300 
205 acttctttga atctttttca tgatgatatt caccatgtgc gcaaaagcat ggaagtcaac 360 
207 ttcctcagtt acgtggtcct gactgtagct gccttgccca tgetgaagea gagcaatgga 420 
209 agcattgttg tcgtctcctc tctggctggg aaagtggctt atccaatggt tgetgectat 480 
211 tetgeaagea agtttgcttt ggatgggttc ttctcctcca tcagaaagga atattcagtg 540 
213 tccagggtca atgtatcaat cactctctgt gttcttggcc tcatagacac agaaacagee 600 s\ 



215 atgaaggcag tttctgggat agtccatatg caagcagctc caaaggagga atgtgccctg 660 0 oj^A^O 

217 gagatcatca aagggggagc tctgcgccaa gaagaagtgt attatgacag ctcactctgg 720 *Q <TjM\ s 

219 accactcttc tg I / ^ \ "2 7 * / 7 -ff^~~ lS^*- 

222 <210> SEQ ID NO: 5 ,a\\ ^ L&\Z>/ p CJjLA^^ / 

223 <211> LENGTH: 28 6^ ^ ^ \ " r S*CiO*^> \H> 



225 <213> ORGANISM :f Custom 




W — > 229 <221> NAME / KEY: ^Amino acid sequence for residues 24-292 of 1 1 -beta -hydroxys t er oid J^) 
W— > 230 ^deh Ydr^genase type 1 with a N-te r™^* 1 MKH Q H QHQHQHQHQQPL tag r 



231 
233 
235 
236 
239 
240 
243 
244 
247 
248 
251 
252 
255 
256 



<222> LOCATION: 


(1) . 


. . (2i 


*6) 




















<400> SEQUENCE: 


5 
























Met 




His 


Gin 


His 


Gin 


His 


Gin 


His 


Gin 


His 


Gin 


His 


Gin 


Gin 


Pro 


1 






5 










10 










15 




Leu 


Asn 


Glu 


Glu 

20 


Phe 


Arg 


Pro 


Glu 


Met 
25 


Leu 


Gin 


Gly 


Lys 


Lys 

30 


Val 


He 


Val 


Thr 


Gly 


Ala 


Ser 


Lys 


Gly 


He 


Gly Arg Glu 


Met 


Ala 


Tyr 


His 


Leu 






35 










40 










45 








Ala 


Lys 
50 


Met 


Gly 


Ala 


His 


Val 
55 


Val 


Val 


Thr 


Ala 


Arg 
60 


Ser 


Lys 


Glu 


Thr 


Leu 


Gin 


Lys 


Val 


Val 


Ser 


His 


Cys 


Leu 


Glu 


Leu 


Gly Ala 


Ala 


Ser 


Ala 


65 










70 










75 










80 


His 


Tyr 


He 


Ala 


Gly 

85 


Thr 


Met 


Glu 


Asp 


Met 
90 


Thr 


Phe 


Ala 


Glu 


Gin 
95 


Phe 
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259 


Val 


Ala 


Gin 


Ala 


Gly 


Lys 


Leu 


Met 


Gly 


Gly 


Leu 


Asp 


Met 


Leu 


He 


Leu 


260 








100 










105 










110 






263 


Asn 


His 


He 


Thr 


Asn 


Thr 


Ser 


Leu 


Asn 


Leu 


Phe 


His 


Asp 


Asp 


He 


His 


264 






115 










120 










125 








267 


His 


Val 


Arq 


Lys 


Ser 


Met 


Glu 


Val 


Asn 


Phe 


Leu 


Ser 


Tyr 


Val 


Val 


Leu 


268 




130 










135 










140 










271 


Thr 


Val 


Ala 


Ala 


Leu 


Pro 


Met 


Leu 


Lys 


Gin 


Ser 


Asn 


Gly 


Ser 


He 


Val 


272 


145 










150 










155 










160 


275 


Val 


Val 


Ser 


Ser 


Leu 


Ala 


Gly 


Lys 


Val 


Ala 


Tyr 


Pro 


Met 


Val 


Ala 


Ala 


276 










165 










170 










175 




279 


Tvr 


Ser 


Ala 


Ser 


Lys 


Phe 


Ala 


Leu 


Asp 


Gly 


Phe 


Phe 


Ser 


Ser 


He 


Arg 


280 






180 










185 










190 






283 


Lys 


Glu 


Tyr 


Ser 


Val 


Ser 


Arg 


Val 


Asn 


Val 


Ser 


He 


Thr 


Leu 


Cys 


Val 


284 






195 










200 










205 








287 


Leu 


Gly 


Leu 


He 


Asp 


Thr 


Glu 


Thr 


Ala 


Met 


Lys 


Ala 


Val 


Ser 


Gly 


He 


288 




210 










215 










220 










291 


Val 


His 


Met 


Gin 


Ala 


Ala 


Pro 


Lys 


Glu 


Glu 


Cys 


Ala 


Leu 


Glu 


He 


He 


292 


225 










230 










235 










240 


295 


Lys 


Gly 


Gly Ala 


Leu 


Arg 


Gin 


Glu 


Glu 


Val 


Tyr 


Tyr 


Asp 


Ser 


Ser 


Leu 


296 










245 










250 










255 




299 


Trp 


Thr 


Thr 


Leu 


Leu 


He 


Arg 


Asn 


Pro 


Cys 


Arg 


Lys 


He 


Leu 


Glu 


Phe 


300 








260 










265 










270 






303 


Leu 


Tyr 


Ser 


Thr 


Ser 


Tyr 


Asn 


Met 


Asp 


Arg 


Phe 


He 


Asn 


Lys 






304 




275 










280 










285 









307 <210> SEQ ID NO: 6 

308 <211> LENGTH : 252_ 

309 <212> TYPE: PRT 

310 <213> ORGANISM: [ i t \ y 
313 <220> FEATURE: 



W — > 314 <221> N^^/KEX^J^mino acid^sequence for residues 24-258 of ll-beta-hydroxysteroid^3 
W— > 315 (dehydrogenase type 1 with a N- terminal MKHOHOHQHQHQHQQPL_ tag > \^\ r J^ 

316 <222> LOCATION: (1)..(252) 

318 <400> SEQUENCE: 6 J-O ^ 

320 Met Lys His Gin His Gin His Gin His Gin His Gin His Gin Gin Pro ' /^Y^>/ 

321 15 10 15 

324 Leu Asn Glu Glu Phe Arg Pro Glu Met Leu Gin Gly Lys Lys Val He 

325 20 25 30 

328 Val Thr Gly Ala Ser Lys Gly He Gly Arg Glu Met Ala Tyr His Leu 

329 35 ' 40 45 

332 Ala Lys Met Gly Ala His Val Val Val Thr Ala Arg Ser Lys Glu Thr 

333 50 55 60 

336 Leu Gin Lys Val Val Ser His Cys Leu Glu Leu Gly Ala Ala Ser Ala 

337 65 ' 70 75 80 

340 His Tyr He Ala Gly Thr Met Glu Asp Met Thr Phe Ala Glu Gin Phe 

341 ~ 85 90 95 

344 Val Ala Gin Ala Gly Lys Leu Met Gly Gly Leu Asp Met Leu He Leu 

345 100 105 110 

348 Asn His lie Thr Asn Thr Ser Leu Asn Leu Phe His Asp Asp He His 

349 115 120 125 
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352 
353 
356 
357 
360 
361 
364 
365 
368 
369 
372 
373 
376 
377 
380 
381 
384 
385 
386 
387 
390 

W--> 391 
W--> 392 

393 
395 



Input Set : A:\SYR-HSD-5001-Cl.ST25.txt 
Output Set: N:\CRF4\03222004\J800024.raw 

His Val Arg Lys Ser Met Glu Val Asn Phe Leu Ser Tyr Val Val Leu 

130 " ^ 135 140 

Thr Val Ala Ala Leu Pro Met Leu Lys Gin Ser Asn Gly Ser He Val 
145 150 155 160 

Val Val Ser Ser Leu Ala Gly Lys Val Ala Tyr Pro Met Val Ala Ala 

165 170 175 

Tyr Ser Ala Ser Lys Phe Ala Leu Asp Gly Phe Phe Ser Ser He Arg 

180 185 190 

Lys Glu Tyr Ser Val Ser Arg Val Asn Val Ser lie Thr Leu Cys Val 

195 200 205 

Leu Gly Leu He Asp Thr Glu Thr Ala Met Lys Ala Val Ser Gly He 

210 215 220 

Val His Met Gin Ala Ala Pro Lys Glu Glu Cys Ala Leu Glu He He 
225 230 235 240 

Lys Gly Gly Ala Leu Arg Gin Glu Glu Val Tyr Tyr 

245 250 
<210> SEQ ID NO: 7 
<211> LENGTH: 261 
<212> TYPE: PRT 
<213> ORGANISM: 
<220> FEATURE: 




~7 



<221> NAME /KEY: /Amino acid sequence for residues 24-267 of 11 -be ta-hydroxy steroid 

*dehydrogenasetype 1 with a N- terminal MKHQHQHQHQHQHQQPL tag 

<222>-"heeKTTm~: (TP^ 

<400> SEQUENCE: 7 



3 97 


Met 


Lys 


His 


Gin 


His 


Gin 


His 


Gin 


His 


Gin 


His 


Gin 


His 


Gin 


Gln 


Pro 


398 


1 






5 










10 










15 




401 


Leu 


Asn 


Glu 


Glu 


Phe 


Arg 


Pro 


Glu 


Met 


Leu 


Gin 


Gly 


Lys 


Lys 


Val 


He 


402 








20 










25 










30 






405 


Val 


Thr 


Gly 


Ala 


Ser 


Lys 


Gly 


He 


Gly 


Arg 


Glu 


Met 


Ala 


Tyr 


His 


Leu 


406 






35 










40 










45 








409 


Ala 


Lys 


Met 


Gly 


Ala 


His 


Val 


Val 


Val 


Thr 


Ala 


Arg 


Ser 


Lys 


Glu 


Thr 


410 




50 










55 










60 










413 


Leu 


Gin 


Lys 


Val 


Val 


Ser 


His 


Cys 


Leu 


Glu 


Leu 


Gly 


Ala 


Ala 


Ser 


Ala 


414 


65 










70 










75 










80 


417 


His 


Tyr 


He 


Ala 


Gly 


Thr 


Met 


Glu 


Asp 


Met 


Thr 


Phe 


Ala 


Glu 


Gin 


Phe 


418 








85 










90 










95 




421 


Val 


Ala 


Gin 


Ala 


Gly 


Lys 


Leu 


Met 


Gly 


Gly 


Leu 


Asp 


Met 


Leu 


He 


Leu 


422 








100 










105 










110 






425 


Asn 


His 


He 


Thr 


Asn 


Thr 


Ser 


Leu 


Asn 


Leu 


Phe 


His 


Asp 


Asp 


He 


His 


426 






115 










120 










125 








429 


His 


Val 


Arg 


Lys 


Ser 


Met 


Glu 


Val 


Asn 


Phe 


Leu 


Ser 


Tyr 


Val 


Val 


Leu 


430 




130 










135 










140 










433 


Thr 


Val 


Ala 


Ala 


Leu 


Pro 


Met 


Leu 


Lys 


Gin 


Ser 


Asn 


Gly 


Ser 


He 


Val 


434 


145 










150 










155 










160 


4 37 


Val 


Val 


Ser 


Ser 


Leu 


Ala 


Gly 


Lys 


Val 


Ala 


Tyr 


Pro 


Met 


Val 


Ala 


Ala 


4 38 










165 










170 










175 




441 


Tyr 


Ser 


Ala 


Ser 


Lys 


Phe 


Ala 


Leu 


Asp 


Gly 


Phe 


Phe 


Ser 


Ser 


He 


Arg 


442 






180 










185 
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VERIFICATION SUMMARY DATE : 03/22/2004 

PATENT APPLICATION: US/10/800,024 TIME: 09:31:58 

Input Set : A:\SYR-HSD-5001-Cl.ST25.txt 
Output Set: N:\CRF4\03222004\J800024.raw 

L:9 M:270 C: Current Application Number differs, Replaced Current Application Number 
L:23 M:257 W: Feature value mis-spelled or invalid, <221> Name/Key for SEQ ID#:1 
L:24 M:257 W: Feature value mis-spelled or invalid, Describe feature in <223> for SEQ ID#:1 ^ 



L: 


112 


M: 


257 


W: 


Feature 


value 


mis- 


-spelled 


or 


invalid, 


<221> Name/Key for 


SEQ ID# 


:2 






IS 


L: 


113 


M: 


257 


W: 


Feature 


value 


mis 


-spelled 


or 


invalid, 


Describe feature in 


<223> 


for 


SEQ 


ID#: 


L: 


153 


M:257 


W: 


Feature 


value 


mis- 


-spelled 


or 


invalid, 


<221> Name/Key for 


SEQ ID# 


:3 








L: 


154 


M: 


257 


W: 


Feature 


value 


mis 


-spelled 


or 


invalid, 


Describe feature in 


<223> 


for 


SEQ 


ID#: 




L: 


190 


M: 


257 


W: 


Feature 


value 


mis 


-spelled 


or 


invalid, 


<221> Name/Key for 


SEQ ID# 


:4 








L: 


191 


M: 


257 


W: 


Feature 


value 


mis 


-spelled 


or 


invalid, 


Describe feature in 


<223> 


for 


SEQ 


ID#: 


4 / 


L: 


229 


M: 


257 


W: 


Feature 


value 


mis 


-spelled 


or 


invalid, 


<221> Name/Key for 


SEQ ID# 


:5 






5^ 


L: 


230 


M: 


257 


W: 


Feature 


value 


mis 


-spelled 


or 


invalid, 


Describe feature in 


<223> 


for 


SEQ 


ID#: 


L: 


314 


M: 


257 


W: 


Feature 


value 


mis 


-spelled 


or 


invalid, 


<221> Name/Key for 


SEQ ID# 


:6 






6 / 


L: 


315 


M: 


257 


W: 


Feature 


value 


mis 


-spelled 


or 


invalid, 


Describe feature in 


<223> 


for 


SEQ 


ID#: 


L: 


391 


M: 


257 


W: 


Feature 


value 


mis 


-spelled 


or 


invalid, 


<221> Name/Key for 


SEQ ID# 


:7 








L: 


392 


M: 


257 


W: 


Feature 


value 


mis 


-spelled 


or 


invalid, 


Describe feature in 


. <223> 


for 


SEQ 


ID#: 


7 


L: 


472 


M: 


257 


W: 


Feature 


value 


mis 


-spelled 


or 


invalid, 


<221> Name/Key for 


SEQ ID# 


:8 








L: 


486 


M: 


257 


W: 


Feature 


value 


mis 


-spelled 


or 


invalid, 


<221> Name/Key for 


SEQ ID# 


:9 








L: 


500 


M: 


257 


W: 


Feature 


value 


mis 


-spelled 


or 


invalid, 


<221> Name/Key for 


SEQ ID# 


:10 








L: 


514 


M: 


257 


W: 


Feature 


value 


mis 


-spelled 


or 


invalid, 


<221> Name/Key for 


SEQ ID# 


:11 








L: 


528 


M: 


257 


W: 


Feature 


va J ue 


mis 


-spelled 


or 


invalid, 


<221> Name/Key for 


SEQ ID# 


:12 








L : 


542 


M:257 


W: 


Feature 


value 


mis 


-spelled 


or 


invalid, 


<221> Name/Key for 


SEQ ID# 


:13 
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